Pyridine and its derivatives represent one of the most active classes of compounds possessing a wide application of biological activities, such as stent in intestinal or biliary fields. During the past years, considerable efforts have been paid to demonstrate the efficacy of pyridine derivatives including antibacterial, antifungal, herbicidal, insecticidal and other biological activities.
In the title compound, C 12 H 11 NO 2 , the phenolic ring is inclined at an angle of 32.70 (1) with respect to the pyridine ring. In the crystal, intermolecular O-HÁ Á ÁN hydrogen bonds link the molecules into C(11) chains along [001] .
Related literature
For a related structure, see: Yumoto et al. (2008) .
Experimental
Crystal data C 12 H 11 NO 2 M r = 201.22 Monoclinic, P2 1 =n a = 6.6551 (6) Å b = 9.1160 (8) Å c = 17.0039 (15) Å = 100.501 (1) V = 1014.31 (16) Å 3 Z = 4 Mo K radiation = 0.09 mm À1 T = 293 K 0.28 Â 0.24 Â 0.22 mm
Data collection
Bruker SMART APEXII CCD area-detector diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 1996) T min = 0.930, T max = 0.980 5411 measured reflections 1981 independent reflections 1310 reflections with I > 2(I) R int = 0.098 Refinement R[F 2 > 2(F 2 )] = 0.041 wR(F 2 ) = 0.091 S = 0.89 1981 reflections 140 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.14 e Å À3 Á min = À0.18 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). (17) 174 (2) Symmetry code: (i) x À 3 2 ; Ày þ 3 2 ; z À 1 2 .
Data collection: APEX2 (Bruker, 2005) ; cell refinement: SAINT (Bruker, 2005) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL-Plus (Sheldrick, 2008) ; software used to prepare material for publication: SHELXL97.
The title molecule ( Fig. 1) consists of a phenol moiety (O1/C1-C6) and a methoxy moiety (O2/C7) attached to a pyridine ring (N1/C8-C12). The pyridine ring is inclined at an angle of 32.70 (1)° with the phenol ring. Bond lengths and angles are within normal ranges, and comparable to closely related structures (Yumoto et al., 2008) . In the crystal structure, the crystal packing is consolidated by intermolecular O1-H1A···N1 hydrogen bonds linking the molecules into one linear structure.
Experimental
A mixture of 1,3-dihydroxybenzene (1.1 g, 10 mmol), 4-chloromethlpyridine hydrochloride (1.64 g, 10 mmol), and NaOH (1.6 g, 40 mmol) in acetonitrile (50 ml) was refluxed under nitrogen with stirring for 24 h. After cooling to room temperature, the reactant was filtered, and the residue was washed with acetonitrile several times. The mixed filtrate was slowly evaporated and colorless crystals were obtained.
Refinement
All H-atoms bound to carbon were refined using a riding model with d(C-H) = 0.93 Å, U iso = 1.2U eq (C) for aromatic and 0.97 Å, U iso = 1.2U eq (C) for CH2 atoms. H atoms bonded to O atoms were located in a difference Fourier map. Fig. 1 . A view of the molecule of (I). Displacement ellipsoids are drawn at the 30% probability level. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
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